ABSTRACT Escherichia coli serotype O157:H7 strain B6914-MS1 is an isolate from the Centers for Disease Control and Prevention that is missing both Shiga toxin genes and has been used extensively in applied research studies. Here we report the genome sequence of strain B6914-ARS, a B6914-MS1 clone that has unique biofilm properties.
PHASTER prophage locator and annotation tool identified 11 intact, 3 incomplete, and 3 questionable prophage regions (8, 9) . A locus of enterocyte effacement (LEE) pathogenicity island with high similarity in genetic content and arrangement to that of O157:H7 outbreak strain Sakai (10) (GenBank accession number NC_002695) was also identified. The genes encoding the A and B subunits of both Stx1 and Stx2 are missing from the B6914-ARS genome. However, a prophage similar to SP15 (which carries Stx1 in Sakai) was identified in the proximal portion of the mlrA gene.
Accession number(s).
This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession numbers NOKN01000001 to NOKN01000003 (chromosome) and NOKN01000004 (plasmid). The versions described in this paper are the first versions.
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